A Gram-stain-negative, rod-shaped, oxidase-positive, non-spore-forming, non-motile bacterium (B1315 T ) was isolated from the placenta of a sheep with abortion. On the basis of 16S rRNA gene sequence analyses the strain was assigned to the Brucella-OchrobactrumPaenochrobactrum-Pseudochrobactrum group with 94.5-94.8 %, 94.3-96.1 %, 95.0-95.1 %, and 95.9-96.1 % sequence similarities to type strains of species of the four genera, respectively. Phylogenetic trees indicated a close relationship to the type strains of Ochrobactrum gallinifaecis and Ochrobactrum oryzae (95.9 and 96.1 % sequence similarity, respectively). Chemotaxonomic data confirmed the allocation of strain B1315
Within the Ochrobactrum-Brucella group several new genera and species have been recently proposed. The genus Pseudochrobactrum was proposed by Kämpfer et al. (2006) , and at the time of writing comprises four species, Pseudochrobactrum saccharolyticum, Pseudochrobactrum asaccharolyticum, Pseudochrobactrum kiredjianiae, Pseudochrobactrum lubricantis (Kämpfer et al., 2006 (Kämpfer et al., , 2007 (Kämpfer et al., , 2009 ). The genus Paenochrobactrum was proposed by Kämpfer et al. (2010) with two species, Paenochrobactrum gallinarii as the type species and the reclassification of Pseudochrobactrum glaciei (Romanenko et al., 2008) as Paenochrobactrum glaciei.
The latter two genera can be clearly differentiated from the genera Ochrobactrum and Brucella on the basis of 16S rRNA gene sequence, recA and RecA sequence data, as well as chemotaxonomic data (Kämpfer et al., 2006 (Kämpfer et al., , 2007 (Kämpfer et al., , 2010 . From various taxonomic studies it is obvious that the genus Ochrobactrum seems to be polyphyletic. The species Ochrobactrum gallinifaecis and Ochrobactrum oryzae are 'outliers' on the basis of 16S rRNA gene sequence data in comparison with grouping of the other species of the genus Ochrobactrum, but cannot be differentiated from the genus Ochrobactrum on the basis of other (chemotaxonomic) traits. In this study we are proposing strain B1315 T represents a novel species in a new genus on the basis of clear differences to the genera Ochrobactrum, Pseudochrobactrum and Paenochrobactrum. The difficulties in classifying the species O. oryzae and O. gallinifaecis are also discussed.
The GenBank/EMBL/DDBJ accession number for the 16S rRNA gene and recA sequences of strain B1315
T are KC254733 and KC254731, respectively.
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Strain B1315
T was originally isolated from a sheep placenta on Brucella agar (Oxoid) at 37 u C and cultivated on TSA (tryptone-soy-agar, Oxoid) at 28 u C with good growth after 48 h. On this agar, strain B1315
T was also able to grow at 15-45 u C, but not at 10 or 50 u C. Growth at 30 u C was also observed on MacConkey and R2A agar (both Oxoid).
Gram-staining was performed according to the Hucker method as described by Gerhardt et al. (1994) . Cell morphological features were observed under a Zeiss light microscope at 61000 magnification, with cells grown for 3 days at 30 u C on TSA.
Isolation of DNA for estimation of the G+C content was performed according to Cashion et al. (1977) and the DNA G+C content , which resulted in a value of 49.7 % was estimated according to Mesbah et al. (1989) .
For phylogenetic analysis, genomic DNA was extracted using the GenElute Plant Genomic DNA kit (SigmaAldrich) according to the manufacturer's instructions. The 16S rRNA gene was PCR-amplified using the primer pair 27F (59-GAGTTTGATCMTGGCTCAG-39) and 1492R (59-ACGGYTACCTTGTTACGACTT-39) (Lane, 1991) . Reactions were performed in a total volume of 100 ml including 16 DreamTaq buffer, 0.2 mM each dNTP, 0.2 mM each primer, 2 U DreamTaq DNA Polymerase (Fermentas) and 50 ng genomic DNA using the following cycle conditions: 95 u C for 3 min, 28 cycles of 94 u C for 1 min, 57.3 u C for 45 s, 72 u C for 2 min, and a final step of 72 u C for 15 min. The PCR product was purified with the QIAquick PCR purification kit (Qiagen) according to the manufacturer's instructions and sequenced with the same primers. Phylogenetic analysis was performed in ARB software, release 5.2 (Ludwig et al., 2004) using the 16S rRNA gene-based 'All-Species Living Tree' Project (LTP) database (Yarza et al., 2008) release 108 (July 2012). All sequences not included in the LTP database were aligned with the SINA online alignment tool version 1.2.11 (Pruesse et al., 2012) and implemented in the LTP database. The alignment of sequences used for tree reconstruction was controlled manually based on secondary structure information. Pairwise sequence similarities were calculated in ARB using the ARB neighbour-joining tool without the use of an evolutionary substitution model. Phylogenetic trees were reconstructed with the maximum-likelihood method using the RAxML algorithm version 7.04 (Stamatakis, 2006) with GTR-GAMMA and rapid bootstrap analysis, the neighbour-joining method using ARB neighbour-joining with the Jukes-Cantor correction (Jukes & Cantor, 1969) , and the maximumparsimony method using DNAPARS version 3.6 (Felsenstein, 2005) . All phylogenetic trees were calculated with 100 resamplings (bootstrap analysis, Felsenstein, 1985) and based on 16S rRNA gene sequences between sequence termini 60 and 1460 (numbering according to the Escherichia coli rRNA gene sequence published by Brosius et al., 1978) .
The sequenced 16S rRNA gene fragment of strain B1315 T represented a continuous stretch of 1444 unambiguous nucleotides between sequence positions 9 to 1444 (E. coli numbering; Brosius et al., 1978 The phylogenetic relationship of strain B1315
T to species of the genera Brucella, Ochrobactrum, Paenochrobactrum and Pseudochrobactrum was further analysed based on partial nucleotide and amino acid sequences of the RecA protein.
The partial recA sequence of strain B1315
T was amplified and sequenced by the Dideoxy method with degenerated primers recA-wob-f and recA-wob-r as described by Scholz et al. (2006) . Phylogenetic analysis was performed in MEGA 5 software version 5.05 (Tamura et al., 2011) . Nucleotide sequences were aligned according the respective amino acid sequences. The full-length recA sequence of the genome sequence of O. anthropi ATCC 49188 T (GenBank accession number NC_009667) was used to determine the correct open reading frame for the transcription into respective amino acid sequences. The maximum-likelihood method was used for the reconstruction of recA and RecA sequencebased phylogenetic trees using the evolutionary model GTR+G+I (for nucleotide sequences) and the JonesThornton-Taylor model (JTT; Jones et al., 1992 ; for amino acid sequences). Maximum-parsimony and neighbourjoining analyses were performed to confirm the phylogenetic resolution. A total of 384 nt and 127 amino acids were in the final dataset for tree reconstruction. According to Scholz et al. (2008) phylogenetic calculations were additionally performed with recA sequences only considering the first and second codon positions and RecA sequences.
RecA sequences are highly similar within the OchrobactrumBrucella group and thereby do not enable the distinction of species within this group . However the genera Pseudochrobactrum and Paenochrobactrum can clearly be distinguished from the genera Brucella and Ochrobactrum. In contrast, strain B1315 T could not be separated from species of the genera Ochrobactrum and Brucella based on RecA sequences (Fig. S1 , available in IJSEM Online). Strain B1315 T shared identical amino acid sequences with type strains of species of the genus Brucella and 97.7-99.2 % amino acid sequence similarities to type strains of species of the genus Ochrobactrum but only 96.1-94.5 % amino acid sequence similarity to type strains of species of the genera Paenochrobactrum and Pseudochrobactrum. A higher resolution within the Brucella-Ochrobactrum-PaenochrobactrumPseudochrobactrum group was obtained by phylogenetic analysis based on partial recA sequences considering all codon positions. Strain B1315
T showed recA sequence similarities of 80.7 % and 80.5-82 % to type strains of species of the genera Paenochrobactrum and Pseudochrobactrum, 80.4 % to type strains of species of the genus Brucella, and 77.6-81.3 % to type strains of species of the genus Ochrobactrum with the highest sequence similarity (81.3 %) to O. gallinifaecis DSM 15295 T . In nucleotide sequence-based phylogenetic analysis strain B1315
T was clearly separated from the type strains of species of the genera Brucella and Ochrobactrum. The maximum-likelihood tree showed loose clustering of strain B1315
T to the type strains of species of the genera Pseudochrobactrum and Paenochrobactrum (Fig. 2) . However in neighbour-joining and maximum-parsimony trees, strain B1315 T clustered separately. This finding was confirmed by phylogenetic analysis only considering the first and second codon positions (Fig. S2 ). Both 16S rRNA gene and recA-based phylogeny indicated that strain B1315
T was distinct from all genera of the family Brucellaceae. In contrast to the 16S rRNA gene sequence-based phylogeny, a clustering of O. gallinifaecis DSM 15295 T with strain B1315 T was not obtained by recA-based phylogenetic analysis, instead O. gallinifaecis DSM 15295
T clustered with other species of the genus Ochrobactrum and was distinct from strain B1315 T .
Chemotaxonomic characterization of strain B1315
T included the analysis of respiratory quinones (Tindall, 1990; Altenburger et al., 1996) , polyamines (Busse & Auling, 1988; Busse et al., 1997) and polar lipids (Ventosa et al., 1993) . The polar lipid profile of strain B1315
T was composed of the major lipids diphosphatidylglycerol, phosphatidylmonomethylethanolamine, phosphatidylethanolamine, phosphatidylglycerol, phosphatidylcholine and the unidentified phospholipid PL7; moderate amounts of the polar lipids L2, L3 and L4, and unknown phospholipid PL2; and minor amounts of two unidentified aminolipids AL3 and AL4 (Fig.  S3 ). The quinone system was composed of ubiquinone Q-10 (98.8 %), Q-9 (0.7 %) and Q-11 (0.5 %). T within family Brucellaceae. The tree was generated in ARB using RAxML (GTR-GAMMA, Rapid Bootstrap analysis, 100 bootstraps) and based on 16S rRNA gene sequences between positions 60 to 1306 (E. coli numbering, Brosius et al., 1978) . GenBank accession numbers are given in parentheses. Numbers at branch nodes refer to bootstrap values ¢70 % (based on 100 replicates). Asterisks indicate nodes also supported by the neighbour-joining or maximum-parsimony methods, one asterisk represent nodes only supported by one, two asterisks by two of the treeing methods. Bar, 0.10 substitutions per site. The results of the fatty acid analysis are shown in Table 1 . Fatty acids were analysed according to Kämpfer & Kroppenstedt (1996) . The fatty acid profile of strain B1315
T was mainly composed of C 19 : 0 cyclo v8c (44.4 %), and C 18 : 1 v7c (32.1 %), C 18 : 0 (9.6 %) and C 16 : 0 (12.6 %) and showed a high similarity to the fatty acid profiles of members of the genera Pseudochrobactrum and Paenochrobactrum.
Results of the physiological characterization are given in the species description and in Table 2 . Methods used are described previously (Kämpfer et al., 1991) . Strain B1315 T could be clearly differentiated from all species of the genera Pseudochrobactrum and Paenochrobactrum, and also from Ochrobactrum gallinifaecis.
From the results of 16S rRNA gene and recA sequence analysis it was evident, that strain B1315
T was different to the genera Ochrobactrum, Paenochrobactrum and Pseudochrobactrum. The polyamine pattern of strain B1315 T with the major polyamines spermidine and putrescine was similar to those of the representatives of the genera Pseudochrobactrum and Paenochrobactrum but the presence of only traces of sym-homospermidine clearly distinguished strain B1315
T from species of the genus Ochrobactrum. In the polar lipid profile of strain B1315 T , the unidentified phospholipid PL7 (Fig. S3 ) was unique among members of the family Brucellaceae. Characteristic differences to other genera of the family Brucellaceae are summarized in Table 3 .
Based on genotypic and chemotaxonomic differences strain B1315
T represents a novel species of a new genus for which the name Falsochrobactrum ovis gen. nov., sp. nov. is proposed.
Description of Falsochrobactrum gen. nov. 
Ochrobactrum pecoris 08RB2639 T (FR669118)
Ochrobactrum haematophilum CCUG 38531 T (AM422370)
Ochrobactrum thiophenivorans DSM 7216 T (AM422872)
Ochrobactrum rhizosphaerae PR17 T (AM422876)
Ochrobactrum grignonense OgA9a T (AM422960)
Ochrobactrum pituitosum CCUG 50899 T (AM422871)
Ochrobactrum gallinifaecis DSM 15295 T (AM422962)
Ochrobactrum pseudogrignonense CCUG 30717 T (AM422877)
Paenochrobactrum glaciei KMM 3858 T (AB369865)

Paenochrobactrum gallinarii Sa25 T (FM995366)
Pseudochrobactrum lubricantis KSS 7.8 T (FM211811)
Pseudochrobactrum saccharolyticum CCUG 33852 T (AM118082)
Pseudochrobactrum asaccharolyticum CCUG 46016 T (AM118081)
Pseudochrobactrum kiredjianiae CCUG 49584 T (AM263419)
Falsochrobactrum ovis B1315 T (KC254731)
Bartonella bacilliformis KC583 T (BARBAKC583 0727) 
P. Kä mpfer and others
Cells are non-motile, non-spore-forming rods (approximately 2 mm in length and 1 mm in width), and are Gramstain-negative and oxidase-positive, showing an oxidative metabolism. The polar lipid profile consists of the major compounds diphosphatidylglycerol, phosphatidylmonomethylethanolamine, phosphatidylethanolamine, phosphatidylglycerol, phosphatidylcholine and the unidentified aminolipid AL1 and unidentified phospholipid PL7. The quinone system is ubiquinone Q-10. In the polyamine pattern spermidine and putrescine are predominant. Major fatty acids are C 18 : 1 v7c and C 19 : 0 cyclo v8c. 16S rRNA gene sequence analysis indicates the genus is most closely related to the genera Pseudochrobactrum, Ochrobactrum and Brucella. Member of the family Brucellaceae. The type species is Falsochrobactrum ovis. The DNA G+C content of the type species is 45.1 mol%. 12.0 8.9 6.6 10.6 8.9 2.8 5.5 1.9 C 18 : 0 9.6 3.7 8.8 4.0 5.5 7.7 11.0 7.4 Unsaturated* C 18 : 1 v7c 32.1 28.8 45.6 29.5 31.2 33.4 74.9 74.6 C 18 : 3 v6c (6,9,12) 2 2 2 2 2 2 2 0.5 11-methyl-C 18 : 1 v7t 2 1.6 1.0 0.9 1.0 1.0 2 2 C 20 : 1 v7c 2 2 2 2 2 0.8 2 2 C 20 : 2 v6.9c
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Falsochrobactrum ovis gen. nov., sp. nov.
Description of Falsochrobactrum ovis sp. nov.
Falsochrobactrum ovis (o9vis. L. gen. n. ovis of a sheep).
Exhibits the following properties in addition to those given in the genus description. p-nitrophenyl-b-Dglucuronide, bis-p-nitrophenyl-phenyl-phosphonate, bisp-nitrophenyl-phosphoryl-choline, 2-deoxythymidine-29-p-nitrophenyl-phosphate and c-L-glutamate-p-nitroanilide are not hydrolysed. In addition to the lipids and polyamines listed in the genus description, moderate amounts of the polar lipids L2, L3 and L4, and unknown phospholipid PL2, and minor amounts of two unidentified aminolipids AL3 and AL4 are found, as well as moderate amounts of 1,3-diaminopropane and spermine, and traces of sym-homospermidine. The quinone system is as listed in the genus description.
The type strain B1315 T (5CCM 8460 T 5LMG 27356 T ) was isolated from a placenta of a sheep with abortion.
The DNA C+G content of the type strain is 45.09±0.25 mol%. 
